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ItP-of the-art Windows based software program 
The Checker Vernon 10 W^V^^S whether a sequence luting is in 
employing a logical and intuitive ^f^^ w , mon 3.0 works for sequence listings 
compliance with format and content ™^ Xhecto v j ^ (oU 

generated for the original version of 31 ^ F *» ^ , . , 1998 as wB as World Intellectual 
roles) and the revised version (new ^«)« t !? lveJ y 

Property Organization (W1PO) Standard ^ ^ b Y2K- 

Checker Version 3.0 replaces the prev.ous DOb based ve Computer Readable form 

Shant. Checker allows public users ^^^^^^ Office (USPTOV 
?CRF) before subrouting them to the United d to result in fewer errored sequence 

Use of Checker prior to filing the sequence listing is expe 



listings, thus saving time and money 



listings, uius ^v». B v - 

, . ^ a from the yg PTO website at thf following address^ 



Raw Sequence Listing Error Summary 



ERROR DETECTED SUGGESTED CORRECTION 



SERIAL NUMBER: 



ATTN: NEW RULES CASES: PLEASE DISREGARD ENGLISH "ALPHA" HEADERS, WHICH WERE INSERTED BY PTO SOFTWARE 
Wrapped Nucleics The number/text at the end of each line "wrapped" down to the next line. 

This may occur if your file was retrieved in a word processor after creating it. 

Please adjust your right margin to .3, as this will prevent "wrapping". 



Wrapped Aminos The amino acid number/text at the end of each line "wrapped " down to the next line. 

This may occur if your file was retrieved in a word processor after creating it. 
Please adjust your right margin to .3, as this will prevent "wrapping". 



Incorrect Line Length The rules require that a line not exceed 72 characters in length. This includes spaces. 



Misaligned Amino Acid 
Numbering 



The numbering under each 5th amino acid is misaligned. This may be caused by the use of tabs 
between the numbering. It is recommended to delete any tabs and use spacing between the numbers. 



Non-ASCII 



This file was not saved in ASCII (DOS) text, as required by the Sequence Rules. 

Please ensure your subsequent submission is saved in ASCII text so that it can be processed. 



Variable Length Sequence(s) contain n's or Xaa's which represented more than one residue. 

As per the rules, each n or Xaa can only represent a single residue. 

Please present the maximum number of each residue having variable length and 

indicate in the (ix) feature section that some may be missing. 



Patentln ver. 2.0 "bug" 



A "bug" in Patentln version 2.0 has caused the <220>-<223> section to be missing from amino acid 

sequence(s) . Normally, Patentln would automatically generate this section from the 

previously coded nucleic acid sequence. Please manually copy the relevant <220>-<223> section 
to the subsequent amino acid sequence. 



Skipped Sequences 
(OLD RULES) 



Sequence(s) missing. If intentional, please use the following format for each skipped sequence: 

(2) INFORMATION FOR SEQ ID NO:X: 

(i) SEQUENCE CHARACTERISTICS:(Do not insert any headings under "SEQUENCE CHARACTERISTICS") 
(xi) SEQUENCE DESCRIPTION:SEQ ID NO:X: 
This sequence is intentionally skipped 



Please also adjust the "(iii) NUMBER OF SEQUENCES:" response to include the skipped sequence(s). 




Skipped Sequences 
(NEW RULES) 



Use of n's or Xaa's 
(NEW RULES) 



Sequence(s) missing. If intentional, please use the following format for each skipped sequence. 

<210> sequence Id number 
<400> sequence id number 
000 

Use of n's and/or Xaa's have been detected in the Sequence Listing. 
Use of <220> to <223> is MANDATORY if n's or Xaa's are present. 

In <220> to <223> section, please explain location of n or Xaa, and which residue n or Xaa represents. 



11 Use of <213>Organism 

(NEW RULES) 



Sequence(s) , 



_ are missing this mandatory field or its response. 



12 Use of <220>Feature 

(NEW RULES) 



Sequence(s) are missing the <220>Feature and associated headings. 

Use of <220> to <223> is MANDATORY if <213>ORGANISM is "Artificial" or "Unknown" 
Please explain source of genetic material in <220> to <223> section. 

(See "Federal Register," 6/01/98, Vol. 63, No. 104, pp. 29631-32) (Sec. 1.823 of new Rules) 



13 



Patentln ver. 2.0 "bug" 



Please do not use "Copy to Disk" function of Patentln version 2.0. This causes a corrupted 
file, resulting in missing mandatory numeric identifiers and responses (as indicated on raw sequence listing). 
Instead, please use "File Manager" or any other means to copy file to floppy disk. 
AKS-Biotechnology Systems Branch- 5/15/99 
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OIPE 



RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/766 , 5 11 



DATE: 02/05/2001 
TIME: 13:34:38 



3 
4 

5 
6 
7 
8 
9 
10 

n 

12 
14 

1 5 
17 
19 
20 
22 
23 
25 

2 6 
28 
29 
31 

3 2 
34 
35 
37 
3H 

4 0 

4:i 

4 3 
45 
4 7 

4 8 
49 
50 
52 

5 3 

5 4 
55 
56 
57 
58 
59 
60 
61 

6 2 
6 3 



Input Set : A:\10147_61.txt 
Output Set: N:\CRF3\02052001\l766511.raw 

<110> APPLICANT: MCCARTHY, Sean A 
ERASER, Christopher C 
SHARP , John D 
BARNES , Thomas S 
KTRST, Susan J 
MYERS, Paul S 
WRTGHTON, Nicholas 
GOOD EARL , Andrew 
HOLT 2 MAN , Douglas A 
KHODADOU ST , Mehran M 
<12()> TITLE OF INVENTION: NOVEL GENES ENCODING PROTEINS HAVING PROGNOSTIC 

DIAGNOSTIC, PREVENTIVE, THERAPEUTIC, AND OTHER USES 
<130> FILE REFERENCE: 2 1 0 14 7 . 0 0 6 5/6 5 US 
<140> CURRENT APPLICATION NUMBER: US/09/766,511 
<141> CURRENT FILING DATE: 2 001 - 0 1 - .19 
<150> PRIOR APPLICATION NUMBER: US 09/578,063 
<151> PRIOR FILING DATE: 2000-0 5-24 

NUMBER: US 0 9/3 3 3,15 9 

199 9-06-14 
NUMBER: US 0 9/596,194 

2000 -06 -1 6 
NUMBER: US 09/34 2,364 

1999- 06-29 
NUMBER: US 09/6 08,4 52 

2000- 06-30 
NUMBER: US 0 9/3 9 3 , 9 9 6 

1999-09-10 
NUMBER: US 09/34 5,6 80 
1999-06-30 
NOS : a 5 



<15 0> PRIOR APPLICATION 
<151> PRIOR FILING DATE: 



<15 0> 
<15T> 
<15 0> 
<151> 
<15 0> 
<151> 
<150> 
<151> 
<150> 
<:151> 
<16 0> 
<170> 
<210> 
<2l 1> 
<212> 
<213> 
<4 0 0> 



PRIOR APPLICATION 
PRIOR FILING DATE : 
PRIOR APPLICATION 
PRIOR FILING DATE: 
PRIOR APPLICATION 
PRIOR FILING DATE: 
PRIOR APPLICATION 
PRIOR FILING DATE: 
PRIOR APPLICATION 
PRIOR FILING DATE: 
NUMBER OF SEQ ID 



ver . 



2 . 1 



S OETWARE : Pa ten tin 
SEQ ID NO: 1 
LENGTH: 2 96 4 
TYPE: DNA 

ORGANISM : Homo sapiens 
SEQUENCE: '1 
g toy ricccac gey t cog c g g a c gcg tg g g g 
cccgcgcggg ggecgagteg cgaagcgcgc 
ggacgegagg agecatgagg cgccagcctg 
Lct.Lggagtg caoagaagee aaaaaycatt 
a 1 1 a t a t a t g c c g c t c c t a c g a g g a c t g o t 
ccatacagag gctgtggtac ttctggttcc 



a c g g c t .. c c c, g g c Lgca g t c t go c c g c c c g c 
ctgcgacocg gcgtccgggc gcgctggaga 
cgaaggtggc ggcgctqctg ctegggotge 
gcLggtattt cgaaggact.c tatocaacet 
gtggctccag gtgctgtgtg ogggccotcL 
Ltctgatgat gggcgtgcLt ttctgctgcg 



gagceggett cttcatccgg aggogcatgt accccocgcr gctgatcgag gagccaqcct 



tea a tg tg Lc c ta caccagg ca gccocca a 

cgccctatta ca ctgaccca ggaggacegg 

tggctttcca ggtcccaccc aactcacccc 

cctactgcaa cacgcctccg cccccgtacg 



atcccggccc aggageccag cagccggggc 

ggatgaaccc tgtcgggaat tccatggcaa 

aggggagtgt ggcctgcccg ccccctccag 

aacaggtagt gaaggccaag tagtggggtg 



6 0 

120 

180 

240 

300 

360 

420 

4 80 

540 

600 

660 



file://C:\CRF3\Outhold\VsrI7665 1 1 .htm 



2/5/01 



RAW SEQUENCE LISTING DATE: 02/05/2001 

PATENT APPLICATION: US/09/76 6,511 TIME: 13:34:39 



Input Set : A:\10147_61.txt 

Output Set: N:\CRF3\02 052001\I7 66511.raw 



64 
65 

6 6 
67 
68 
69 
70 
71 
72 
73 

7 4 
75 

7 6 
77 
78 
79 
80 
81 

8 2 
8 3 
84 
85 

8 6 
87 
88 
89 

9 0 
91 
92 
93 
94 
9 5 
9 6 
9 7 
9 8 
9 9 

:i 0 0 
1 0 1 
1 02 
1 0 5 
106 
107 
108 
110 
1.1 1 

I 1 2 

I I 3 
1 14 
l.t 5 



cccacgtgca agaggagaga 
gttcacttcc aggaacggtc 
c a a g e a c a g c t c t c 1 1 1; c a g 
cctctgttgc ttctytttct 
c c c g a g y g c t g a c g t c c t t;a 



agaaggcagt 
agca Lccttc 
eagcagecga 
tree tct tec 
ctg tctc tgt 
tgeagc to tc 
tc tgaca Lcc 
gag a cat tgc 
ttggtqtgtt 



gctgyagy tg 
tqcocggqta 
c t gage t gag 
agaagctg tt 
tea ta tccta 
acegcagga t 
a eta a geaaa 
a ttttgtgag 
tatggaag tg 



t g t e 1 1 cf : c t g g a c a tc a c t 
t e a g g c a g c t c e a g t g g t g g 
gaag teacat ggaetettcc 



gttggg te ta 
ggagaa gtac 
g teggaaatg 
tec tga y tag 
gtgaaege tg 
actaga tg tg 
ayagectctt 
ga tacggagt 



ageggg tg tg 
tgaeteaae t 
caca tteetg 
ttgaeggcta 
a cc tg tcctg 
ctg ta tea eg 
gaga a a t tg t 
gatttgg tgt 



c t g g g g a a 1 1 t tg t g g g a g a 
a g e a ea g a t g c tg c c a cc a g 
gg t a ec te ec a tg c t gc a gg 
ttaeaaecaa gacaaetgeg 
ca 1 1 1 1 t a a t g tc 1. 1 ta 1 1 1 
g t: 9 c a g c t ga a ta gg cacc c 
aa t 1 a tgt ta a ga ga cag tg 
g a g a c a g a y t 1 1 g 1 1 1 1 c < : c 
tgcata tgga agtcccact.t 
t-9 9 tgggt t g tgcceacttc 
g t c c g t y g tt e a g a g t a a a c 
g c t c g 1 1 1 c t c 1 1 1 1 1 1 g t t 
a a a t a a a t 1 1; g g g c a a a a a a 
a a a a a a a a a a aa a a g gg c gg 
<210> SEQ ID NO: 2 
<21'1> LENGTH: 516 
<212> TYPE : DNA 
<213> ORGANISM: Homo 
<4 00> SEQUENCE: 2 
a tgaggegee agectgeyaa 
gaagccaaaa agcattgetg 
tccta eg ag g act g c t g t gg 
t g g t a c t tc t g g t tccL t c t 
ateeggagyc gcatytacce 



caggagaggg 
teg tgggctg 
gettteea tg 
gaegcagtet 
cggtggegtg 
caggtggcat 
ttaa taggaa 
cccagcaygt 
ggagagacat 
aaga tag act 
ggggectaga 
ttta tttaaa 
etcttggtct 
ca tgt a gage 
gectetccag 
gttc tgaagg 
agggagagag 
tgetgggctc 
gcaetgacea 
ga taggaa tc 
geggggaget 
tgtgctaaga 
gggaatgagg 
tac tea t tga 
oca tgctttt 
eac t tgggaa 
r g tctc tgac 
cctcca tcta 
tggg tccaaa 
tttgtaatga 
aaaagtccq t 
a tggctaggg 
t tgaao ttgg 
tgg tga cat t 
ctg gag tgag 
ttgaagcaga 
ctettttgat 
aaaaaaaaaa 
cege 



cctttccctg 
ctaagggcag 
gagtacaa ta 
gt gctctcac 
a c cag a tcta 
gtagaggggc 
geccea tgee 
ea tc tgc tec 
tcaggagagu 
te tcctg cac 
atcaggcttg 
ttca tgggaa 
ga tttggaga 
g tcctg ocet 
ggea ttc tea 
gtgcttteaa 
accagctgag 
caaggaggag 
tgttg teat a 
aeage tcace 
agttccgccg 
g eta tgeagc 
t-- c l c Tq f J9"tgct 
ac tg gag cat 
cactctgagg 
caaaacagac 
caccctggtg 
aatgagacaa 
caetcctctt 
aaaagcacac 
gaetaaa tt t 
ctcaacaatt 
ttagaa ttgt 
tec tggeca t 
acagctcctg 
tc tgtgea tg 
aggatcctgt 
aaaaaciaaaa 



gectttctgt 
ttcctctga t 
ta tgaactca 
atggtagtgt 
caggagagag 
caggccgagc 
gggcqgctca 
agcetgtcct 
gcaagcccct 
cgccagggaa 
cc ttggaggc 
atcacttcet 
aaggactgtt 
ttgaaa tcag 
ygeceggggy 
aacgqggeac 
gcgtc tctct 
gage ttg ctg 
a ttagaa ta a 
ccaqga tctc 
ca tag tta ta 
tt.agetgagg 
tattttttaa 
caagacatct 
acatttaa tc 
acee tgggaa 
tgac tgc tga 
caaagcacaa 
cctccaggtc 
taagctgccc 
cgtt tgtctt 
ttgta ttccc 
get a ctg tga 
tcttgtttcc 
gtq tgtagaa 
cttttcctct 
ttcctatgtg 
aaaaaaaaaa 



cttcg ttg at 
a tcctcacag 
cactttgtct 
gg tgacagtc 
actgagayga 
atcccaggca 
geega tga ag 
ctegtcagee 
tgteatgttt 
y gg tagcacg 
ctgacagtga 
gccccaaact 
acceattttt 
actgggtgtg 
te tec ttccc 
atctggctgg 
ctgaggttgt 
g g a a a a g a c a 
a g a a g a a g t g 
acagg tag tc 
gtgttgatgt 
cgee taga 1 1 
tgaactaa tc 
ca tggaag tg 
ggaga acc tc 
tgcagttgca 
c t. qecagey t 
tgttcactgt 
atttgttttg 
c tggaa tegg 
tt tgatagca 
atgtttgtgt 
aegctgat cc 
a \ tg tg tgga 
t tcccy gage 
geaacaattg 
tgcaaaa taa 
aaaaaaaaaa 



720 

780 

84 0 

900 

960 

1020 

1080 

1140 

12 0 0 
1260 
1320 

1 3 8 0 

14 4 0 
L5 00 
1 5 6 0 
1. 6 2 0 
1680 
.17 4 0 
1 8 0 0 
18 6 0 
1920 

1 9 8 0 
2040 
210 0 
216 0 

2 2 2 0 
2280 
2 34 0 
24 0 0 
24 6 0 
2 5 2 0 
2 5 8 0 
2 6 1 0 
2 7 0 0 
2 7 6 0 
28 20 

2 880 
2 9 40 
2 0 64 



sapiens 

gg tggcggcg 
g tat t teg a a 
ctccaggtgc 
ga tgatgggc 
cccyeegc tg 



c tgc tgc teg ggctgetett ggagtgcaca 60 

ggactctatc caacetatta tatatgeege 120 

tgtgtgcggg ccctctccat aeagagyct.g 180 

gtgettttet getgeggage cggcttcttc 240 

atcgaggagc eagecttcaa tgtgteetae 300 
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RAW SEQUENCE LISTING DATE: 02/05/2001 

PATENT APPLICATION: US/09/766,511 TIME: 13:34:39 



Input Set : A:\1014 7_61.txt 

Output Set: N:\CRF3\02052001\I766511.raw 

116 accaggcagc ccccaaatcc cggcccagga gcccagcagc cggggccgec ctattaeact 36 0 

117 gacccaggag gaccggggat gaaccctgtc gggaattcca tggcaatggc tttccaggte -120 

11 8 ecacceaact caccccaggg qagtgtggec tgcccgcccc ctceagccta ctgcaacacg 480 

119 cctccgcccc cgtacgaaca ggtagtyaay gccaag 516 
122 <210> SEQ ID NO: 3 

12 3 <211> LENGTH: .172 

124 <212> TYPE: PRT 

125 <213> ORGANISM: Homo sapiens 
127 <4 0 0> SEQUENCE: 3 



128 


Met 


Arg 


Arg 


Gin 


P ro 


Ala 


Lys 


Val 


Ala 


Ala 


Leu 


Lcou 


Leu 


Gly 


Leu 


Leu 


129 


I 








5 










10 










15 




13 1 


Leu 


Glu 


Cys 


Th r 


Glu 


Ala 


Lys 


Lys 


His 


Cys 


Trp 


Tyr 


Plie 


Glu 


Gly 


Leu 


132 








20 










2 5 










3 1. 






1 3 4 


Tyr 


P ro 


Thr 


Tyr 


Tyr 


T Le 


Cys 


Arg 


Ser 


Tyr 


GJ.u 


Asp 


Cys 


Cys 


G i y 


Ser 


13 5 






35 










4 0 










4 5 








1 3 7 


Arg 


Cys 


Cys 


Val 


A rg 


Ala 


Le u 


Ser 


Lie 


Gin 


Arg 


Leu 


Trp 


Tyr' 


Phe 


Trp 


138 




50 










55 










60 










140 


Phe 


Leu 


Leu 


Met 


Met. 


Gly 


val 


Le u 


Phe 


Cys 


Cvs 


Gly 


Ala 


Gly 


Phe 


Phe 


1.4 1 


6 5 










70 










7 5 










8 0 


14 3 


1 le 


Ary 


Arg 


Arq 


Met 


Tyr 


Pro 


Pro 


Pro 


Leu 


lie 


Glu 


Glu 


Pro 


Ala 


Phe 


14 4 










85 










90 










95 




1 4 6 


Asn 


Val 


Ser 


Tyr 


Thr 


Arg 


Gin 


Pro 


Pro 


Asn 


Pro 


Gly 


Pro 


Gly 


Ala 


Gin 


147 








100 










'1 0 5 










110 






14 9 


Gin 


Pro 


Gly 


Pro 


Pro 


Tyr 


Tyr 


Thr 


Asp 


Pro 


Gly 


Gly 


Pro 


Gly 


Met 


Asn 


15 0 






1 1 5 










120 










125 








152 


Pro 


Val 


Gly 


Asn 


ser 


Met 


Ala 


Me t 


Ala 


Phe 


Gin 


Va 1 


Pro 


Pro 


Asn 


Ser 


153 




1 30 










1 3 5 










14 0 










1 5 5 


Pro 


Gin 


Gly 


Ser 


Val 


Al a 


Cys 


Pro 


Pro 


Pro 


P ro 


Ala 


Tyr 


Cys 


Asn 


Thr 


156 


14 5 










150 










155 










16 0 


158 


Pro 


Pro 


Pro 


Pro 


Tyr 


Glu 


Gin 


Val 


Val 


Ly s 


Ala 


Lys 











1 59 16 5 170 

1.6 2 <210> SEQ ID NO: 4 

163 <2L1> LENGTH: 2 2 

164 <212> TYPE: PRT 

16 5 < 2 1 3 > ORG AN ISM: Homo sap re n s 
16 7 <.4 00> SEQUENCE: 4 

168 Met Arg Arg Gin Pro Ala Lys Val Ala Ala Leu Leu Leu Gly Leu Leu 
16 9 1 5 10 15 

171 Leu Glu Cys Thr Glu Ala 
1 72 2 0 

175 <210> SEQ ID NO: 5 

176 <211> LENGTH: 150 

177 <2L2> TYPE: PRT 

178 <213> ORGANISM: Homo sapiens 
18 0 <4 00> SEQUENCE: 5 

1.81 Lys Lys H.is Cys Trp Tyr Phe Glu Gly Leu Tyr Pro Thr Tyr Tyr Tie 
182 1 5 10 15 

184 Cys Arg Ser Tyr Glu Asp Cys Cys Gly Ser Arg Cys Cys Val Arg Ala 
18 5 2 0 2 5 3 0 
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Page 4 of 8 



RAW SEQUENCE LISTING DATE: 02/05/2001 

PATENT APPLICATION: US/09/766,511 TIME: 13:34:39 

Input: Set : A:\1014 7_61.txt 

Output Set: N:\CRF3\02052001\l766511.raw 

18 7 Leu Ser He Gin Arg Leu Trp Tyr Phe Trp Phe Leu Leu Met Met; Gly 
188 35 4 0 4 5 

190 Val Leu Phe Cys Cys Gly Ala Gly Phe Phe lie Arg Arq Arq Met Tyr 

191 50 55 60 

193 Pro Pro Pro Leu He Glu Glu Pro Ala Phe Asn Val Ser Tyr Thr Arq 

194 65 70 ' 75 80 

196 Gin Pro Pro Asm Pro Gly Pro Gly Ala Gin Gin Pro Gly Pro L j j:o Tyr 

197 85 90 ' 95 

19 9 Tyr Thr Asp Pro Gly Gly Pro Gly Met Asn Pro Val Gly Asn Ser Met 

20 0 100 105 110 

202 Ala Met Ala Phe Gin val Pro Pro Asn Ser Pro Gin Gly Ser Val Ala 
20 3 115 120 12 5 

205 Cys Pro Pro Pro Pro Ala Tyr Cys Asn Thr Pro Pro fro Pro Tyr Glu 

206 130 135 14 0 
20 8 Gin Val Val Lys Ala Lys 

209 14 5 150 

212 <210> SEQ ID NO: 6 

213 <211> LENGTH: 3 8 

214 <212> TYPE : PPT 

215 <213> ORGANISM: Homo sapiens 
2 17 <4 0 0> SEQUENCE: 6 

218 Lys Lys His C y s T r p Ty r P h e Glu G 1 y Le u Tyr Pro Th r Ty r Ty r T 1 e 
21.9 1 5 .10 " 15 

221 Cys Arq Ser Tyr Glu Asp Cys Cys Gly Ser Arq Cys Cys Val. Arq Ala 

222 20 25 30 
224 Leu Ser lie Gin Arq Leu 

2 2 5 3 5 

228 <210> SEQ ID NO: 7 

229 <211> LENGTH: 21 

230 <212> TYPE: PRT 

231 <213> ORGANISM: Homo sapiens 

23 3 <4 0 0> SEQUENCE: 7 

2 34 Trp Tyr Phe Trp Phe Leu Leu Met Met Gly Val Leu Phe Cys Cys Gly 
235 1. 5 10 15 

2 37 Ala Gly Phe Phe Tie 
2 38 2 0 

24.1 <210> SEQ ID NO: 8 
242 <211> LENGTH: 91 

24 3 <212> TYPE: PRT 

24 4 <21.3> ORGANISM: Homo sapiens 
24 6 <4 0 0> SEQUENCE: 8 

24 7 Arq Arg Arq Met Tyr Pro Pro Pro Leu Tie Giu Glu Pro Ala Phe Asn 
24 8 1 5 10 15 

250 Val Ser Tyr Thr Arg Gin Pro Pro Asn Pro Gly Pro (My Ala Gin Gin 

251 20 25 30 

253 Pro Gly Pro Pro Tyr Tyr Thr Asp Pro Gly Gly Pro Gly Met Asn Pro 

254 35 40 45 

2 56 Val Gly Asn Ser Met Ala Met Ala Phe Gin Val Pro Pro Asn Ser Pro 
257 50 55 60 
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2/5/01 



RAW SEQUENCE LISTING DAT 15 : 02/05/2001 

PATENT APPLICATION : US/09/766, 511 TIME: 13 : 34 : 39 



Input; Set : A:\10147_61.txt 

Output Set: N:\CRF3\02052001\I766511.raw 



W-- > 
W-- > 



259 
260 
262 
263 
266 
W--> 267 
W--> 268 
271 
272 
273 
27G 
277 
273 
279 
281 
2 82 
283 
2 84 
2 85 
286 
287 
2 88 
289 
2 90 
291 
2 92 
29 3 
294 

29 5 
296 
297 
2 98 

2 99 

3 0 0 
3 01 
302 

30 3 
3 04 
3 0 5 
3 06 
307 
308 
309 
310 
3 .1 1 
312 
3 1 3 
3.14 
3.1 5 



Gin Gly Ser Val Ala 

6 5 

Pro Pro Pro Tyr Gl u 
85 

SKQ ID NO: 9 
SEQUENCE: 9 



Cys 
7 0 
Gin 



Pro Pro 



Val Va.l 



Pro Pro Ala 
75 

Lys Ala Lys 
90 



Tyr Cys Asn Thr Pro 
8 0 



<21()> 
<400> 
000 

<210> 
<400> 
000 

<210> 
<211> 
<2.t2> 
<213> 
<4 0 0> 



SKQ .10 NO 
SEQUENCE: 



] 0 
10 



1 1 



SEO ID NO: 
LENGTH: 2915 
Ti'PE : DNA 
ORGANISM: Mus Sp . 
SEQUENCE: 11 
gtcgacecac qcgtccggcc gcgegtcett 

cacccqCCCq tCCCqqqqty cgqactqqCC 
ggtcctcgct gejagccatqg geogecgqct 
getagtggag tgeaotgagg ccaaaaaaca 
a La eta Lata tgccgttccL atgaagactg 
t. tcca t a ca g a gg c tg t. g g t a t tt Ltgg t L 
tggtgceggt tt.cttcat.Lc gccggcgcat 
attcaatgtg tcctatacca ggcagccacc 
acegceatat Lacaccgacc ctgqaqgacc 
tatggetttc caggtccagc ccaattcacc 
Ltcotaotge aacacgcctc caeoccceta 
tgetacatea aaggeaaaga ggatggacag 
atacttgetg atagggtggt ceaagggaaa 
tct.ttcaagt ctttt.gtgga ggacatttga 
tctgatgtag tctgtgctct ctgagagagt 
tagggtgtcc agggtagat_c ctegggagag 
gtgttagggg gcagataaag tggteagget 
cagtgaactt cqaagagaca eta tcca oca 
gggctgtgtt gttgatgeto tttggtctcc 
caggaatagg aaagacccaa gtacatat.tt 
ggcctcagtt ggacatctat agttaaataa 
aggggaaatt ctctaaatgg agacattgeg 
agrgcatgta ttgaagtgag ggtgtcottt 
ggygtggggt gtctctactc agagggctcc 
g g g 1 1 1 1: a L g g g c a c t a t a g a g c t g a g g g g 
tggagaggaa gaggacagee aaagaaactc 
agctagggtt gtatgtgatc ceaacagaga 
ggatagagec gtgaaaacct act. Lagttgc 
agtgtagtta gagatgecat ttcccaggtg 
tagtggctgg agttaacagt atggagttct. 
g ta L tt a a a c cc a g g 1 1 g a g a cc 1 1 g t g t a 
tagattattt atatgtagta tggtgqggag 
aaatgagaaa ateagageca tttgataaac 
g tc tc t L g a g tg g a ca t Lg a g La LLC L L La 



c tgeegget t 
c tgagcLggc 
eggoaqgg Lg 
ttgotggtat 
ctgtggctco 
cctgotgatg 
gtatccgcca 
aaatcetget 
cqggatg aat 
teaeggaqqe 
tgaacagg tg 
gecett ttgt 
acttgga tat 
atccacactg 
gtggcaacag 
aggctaaqgg 
gaga taagac 
tcccayccca 
actoacatt t 
get tccaott 
aggecat tag 
ttttatgaat 
ga gatcaga t 
aacacccttt 
cacattaggo 
ageaaagoaa 
tgtgotggcc 
acagatgaca 
agaaLcagag 
tt tcccttgc 
ctaagagcaa 
tggggctgea 
tgttacttgt 
ccacctacaa 



eagctegta t 
eytaeagcec 
gcggcgctgc 
ttl gaaggac 
agg tgctgtg 
a tgggtgtge 
oca o teat tg 
ccaggagcac 
cetg ttggca 
aeaacttacc 
gtgaaggaca 
ttacc ttocc 
tctcaaagca 
tctcctctgt 
tccctgaggg 
gaaaggaagg 
tea cat ga tg 
ttctcetaa t 
tgaaaa tagg 
aaaaa tgagg 
agaggggaaa 
ca tegtctgg 
ggggagagtg 
tet tagg tag 
eggg tagtta 
gaceagca tt. 
tcagaagagg 
taa tcaaaag 
ctcatcca ta 
gtagttag tc 
ggaagta tag 
aggaaggggg 
tgga tcaggc 
gace.aggagg 



ecccggagtc 
ggctteggae 
tigctcggget 
tctateecac 
tgag ggcect 
tgttotgctg 
ag gag cccac 
agcaaatggg 
a taecatgge 
caccccc tec 
agtagoaaga 
atcctnaeog 
agcceagctc 
tgcttetgtt 
ttgata ttec 
ca tagectgt 
cagtagttqg 
agaagctgtg 
ctttcctc tg 
gtcag aacca 
tctttaagtt 
cttttctttt 
aaetetgegg 
ttetggtgat 
ca t tg aoect 
g c t g a g 1 1 a g 
ggaegtttgt 
tagagaaaga 
gat ttaeaag 
acg ttga tgt 
ctaaga tgtc 
ctgaca ttgt 
a tocaaaagt 
catggtgtca 



60 
120 
180 
240 
30 0 
3 6 0 
420 
480 
54 0 
60 0 
66 0 
72 0 
780 
84 0 
900 

9 6 0 
1020 

10 80 
114 0 
1200 

12 60 

13 20 
1.3 80 

14 4 0 

15 00 
1560 
1620 

16 80 

17 4 0 

18 00 
1.8 60 

19 20 
19 80 
2040 
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ft 



< 



Glu Asn Phe Trp 
100 

His Leu Val Val 
115 

Gin Leu Asn Glu 
130 

Gly Asn Gly Lys 
145 

Val Arg Phe Trp 



Val Ser He Val 
180 

Phe Cys Asp Ser 
195 

Leu 



<210> 61 
<211> 821 
<212> DNA 
<213> Mus sp, 



Ser Thr Ser 

He Asn Thr 

Ser Leu Ser 
135 

Trp Gin Trp 
150 

His Pro His 
165 

Tyr Trp Asn 
Lys His Asn 



Glu Gin Asn 
105 

Glu Ala Glu 
120 

Tyr Phe Leu 
He Asp Asp 



Glu Pro Asn 
170 

Pro Ser Lys 
185 

Ser He Cys 
200 



Cys Val Gin Met Gly Ala 
110 

Gin Asn Phe He Thr Gin 
125 



Gly Leu 
140 

Thr Pro 
155 



Ser Asp Pro Gin 



Phe Ser Gin Asn 
160 



Leu Pro Glu Glu Arg Cys 
175 

Trp Gly Trp Asn Asp Val 
190 

Glu Met Lys Lys He Tyr 
205 



<400> 61 

gaactccccg 

gtgtgtggaa 

attttggaga 

aggaaagaca 

tgatttccat 

ttattatgga 

cctgcttcag 

ggaagtcatt 

gtgagcagaa 

agaatttcat 

ccaaggtaat 

ctggcacccc 

tccttcgaaa 

aaatga|S^a 



gtgtcgaccc 
gttgattctg 
cagatgcaag 
atcccaaggg 
gttactcttg 
ccagcccagt 
tgaagggact 
tggctccagc 
ctgtgttcag 
cacccagcag 
ggcaaatggc 
catgaaccca 
tggggctggg 
gattacctat 



cgcgtcccga 
aactctggcc 
aaacccctga 
aagggagtct 
agtacctgtt 
agaagactat 
atggtgtcag 
tgctacctca 
atgggggctc 
ctgaatgagt 
aatggatcga 
atcttccaga 
aatgatgttt 
gaatgcctgt 



ttggcccgct 
tctttgacag 
ccttctgaac 
gctggaccct 
tcattgcgag 
atgaacttca 
aaaaaatgtg 
tttctaccaa 
atctggtggt 
cactttctta 
tgatactcct 
agagcggtgt 
tctgtgatag 
tattcttaat 



ctgtggcatt 
aagccaggtc 
atacacctca 
gagactctgg 
ctgtgtggtg 
cacataccat 
gggatgctgc 
ggagaacttc 
gatcaatact 
cttcctgggt 
ttcagtcaaa 
gtttcaatag 
taaacacaat 
a 



taactcaagt 
cctgagtcgt 
acaatggtgc 
tcagctgctg 
acttaccaat 
tccagtctca 
ccaaatcact 
tggagcacca 
gaagcggagc 
ctttcggatc 
atgtcaggtt 
tttactggaa 
tcaatatgtg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

821 



<210> 62 
<211> 534 
<212> DNA 
<213> Mus sp. 



<400> 62 

atggtgcagg 

gctgctgtga 

taccaattta 

agtctcacct 

aatcactgga 

agcaccagtg 

gcggagcaga 



aaagacaatc 
tttccatgtt 
ttatggacca 
gcttcagtga 
agtcatttgg 
agcagaactg 
atttcatcac 



ccaagggaag 
actcttgagt 
gcccagtaga 
agggactatg 
ctccagctgc 
tgttcagatg 
ccagcagctg 



ggagtctgct 
acctgtttca 
agactatatg 
gtgtcagaaa 
tacctcattt 
ggggctcatc 
aatgagtcac 



ggaccctgag 
ttgcgagctg 
aacttcacac 
aaatgtgggg 
ctaccaagga 
tggtggtgat 
tttcttactt 



actctggtca 60 
tgtggtgact 120 
ataccattcc 180 
atgctgccca 240 
gaacttctgg 300 
caatactgaa 360 
cctgggtctt 420 
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VERIFICATION SUMMARY 

PATENT APPLICATION: US/09/766,511 

Input Set : A:\1014 7_61.txt 

Output Set: N:\CRF3\02052001\l766511.raw 



DATE: 02/0 5/2001 
TIME: 13:34:40 



L : 


19 M: 


270 C: 


C 


L : 


267 M 


:28 3 W 




L: 


268 H 


: 300 W 




L: 


272 M 


:283 W 




L: 


2 73 M 


:30 0 W 




L: 


391 M 


:283 W 




L : 


392 M 


:300 W 




L : 


4 33 M 


:28 3 W 




L: 


4 34 M 


: 300 W 




1; : 


4 38 M 


:28 3 W 




L : 


4 39 M 


:300 W 




L : 


443 M 


:283 W 




L . 


4 44 M 


:300 W 




L 


44 8 M 


. 9 


83 W 




L 


44 9 M 


:300 W 




L 


45 3 M 


:28 3 W 




L 


4 5 4 M 


:30 0 W 




L 


17 4 9 


M : 


28 3 W 


[j 


'17 50 


H : 


3 00 W 


L 


1754 


M : 


283 \ 




L, 


175 5 


M : 


300 W 


L 


1 896 


M : 


28 3 W 


L 


'1 897 


M : 


3 00 W 


L 


1901 


M: 


28 3 W 


L 


1902 


M : 


3 00 W 




1 90b 


M : 


28 3 W 


I, 


1 9 0 7 


M : 


3 00 W 


L 


1 9 1 1 


M : 


28 3 




L 


1912 


M : 


3 00 




L 


1 9 1 6 


M : 


283 


w 


L 


* 1 9 1 7 


M 


300 


w 


Tj 


: '1 9 2 :i 


1-1 


28 3 


w 


Tj 


: .1 9 22 


M 


300 


w 


Tj 


: 1926 


M 


28 3 


w 


Tj 


: 1927 


M 


300 


w 


Tj 


: 2 1 1 8 


H 


28 3 


w 


L 


: 21 J 9 


M 


300 


w 


1, 


: 2123 


H 


28 3 


w 


Tj 


: 21.24 


M 


3 0 0 


w 


L 


:2128 


M 


28 3 


w 


L 


: 2129 


M 


3 0 0 


w 


L 


:2133 


M 


28 3 


w 


L 


: 2134 


M 


300 


w 


Tj 


: 2205 


M 


2 58 


w 


L 


: 2205 


M 


2 58 


w 


I. 


: 2 205 


M 


258 


w 


L 


: 2205 


M 


258 


w 


r, 


: 2205 


M 


34 0 


w 



urrent Application Number differs, Replaced Current Application Number 



Missing Blank Line 
(50) Intentionally 
Missing Blank Lino 
(50) intentionally 
Missing Blank Line 
(50) intentionally 
Missing Blank Line 
(50) I n t e n t lona 1 .1 y 
Missing Blank Line 
(50) Intentionally 
Missing Bl.ank Line 
(50) intentionally 
Missing Blank Line 
(50) In t e n t ion a 1 1 y 
Missing Blank Line 
(50) Intentionally 
Missing Blank Line 
(50) I n tent ion a 1.1 y 
Missing Blank Line 
(50) intentionally 
Missing Blank Line 
(50) Intentionally 
Missing Blank Line 
(50) Intentionally 
Missing Blank Line 
(50) Intentionally 
Missing Blank Line 
(50) Intentionally 
Mi s s in g B 1 a n k L ine 
( 50 ) Intent i.ona II y 
Missing Blank Line 
( 50 ) In tent iona Lly 
Missing Blank Line 
(50) Intentionally 
Missing Blank Line 



separator, <4 0O> 
skipped Sequence 
separator, <400> 
skipped Sequence 
separator, <4 00> 
skipped Sequence 
separator, <400> 
skipped Sequence 
separator, <40 0> 
skipped Sequence 
separator, <400> 
skipped Sequence 
separator, <40 0> 
skipped Sequence 
separator, <4 00> 
skipped Sequence, 
: separator, <4 0 0> 
skipped Sequence 
separator, <4 00> 
skipped Sequence 
separator, <4 0 0> 
skipped Sequence 
separator, <4 0 0> 
skipped Sequence 
separator, <4 00> 
skipped Sequence 
separator, <4 0 0> 
skipped Sequence 
separator, <4 00> 
skip; ed Sequence 
separator, <4 0 0> 
skipped Sequence 
separator, <4 0 0> 
skipped Sequence 
sepa ra tor , <4 00> 



(50) Intentionally skipped Sequence 



Missing Blank Line separator, 



cAO0> 



(50) Intentionally skipped Sequence 
separator, <400> 
skipped Sequence 
separator, <4 0 0> 



Missing Blank Line 
(50) Intentionally 
Missing Blank Line 
(50) intentionally 
Mandatory Feature 
Mandatory Feature 
M a n d a t o r y Feature 
Ma n da tory Ee a tu re 
(46) "n" or "Xaa" 



skipped 
ml ss i ng , 
m is sing , 
m 1 ssing , 
missing, 



Sequence , 
<2 2 0> not 
<221> not 
<222> not 
<2 2 3> not 



field identifier 

: Sequence Id (9) 
field identifier 

: Sequence Id (10) 
field identifier 

: sequence Id (14) 
field identifier 

: Sequence Id (16) 
field identifier 

: Sequence Id (17) 
field identifier 

: Sequence Id (18) 
field identifier 

; Sequence Id (19) 
field identifier 
: Sequence Id (20) 
field identifier 

: sequence Id (39) 
field identifier 

: Sequence Id (40) 
field identiiier 

: Sequence Id ( 4 4 ) 
field identifier 

: Sequence Id (4 5) 
field identifier 

: Sequence id (46) 
field identifier 

: Sequence Id (47) 
field identifier 

: Sequence Id (48) 
field identifier 

: Sequence Td (49) 
field identifier 

: Sequence Id (50) 
field identifier 

: Sequence Id (56) 
field identifier 

: Sequence Id (57) 
field identifier 

: Sequence Id (58) 
f ie I d identifier 
: Sequence Id (59) 
found for SEQ 
found for SEQ 
found for SEQ 
found for SEQ 



SEQUENCE : 



SEQUENCE: 



SEQUENCE 



SEQUENCE: 



SEQUENCE : 



SEQUENCE: 



SEQUENCE : 



SEQUENCE : 



SEQUENCE : 



SEQUENCE: 



SEQUENCE : 



SEQUENCE : 



SEQUENCE: 



SEQUENCE : 



SEQUENCE : 



SEQUENCE : 



SEQUENCE : 



SEQUENCE: 



SEQUENCE : 



SEQUENCE : 



used: Feature required, for SEQ 



SEQUENCE : 
I Off :61 
I'D* : 61 
ID If : 61 
I D it : 6 1 
ID# : 61 



file://C:\CRF3\Outhold\VsrL7665 1 1 .htm 



2/5/01 



VERIFICATION SUMMARY DATE: 02/05/2001 

PATENT APPLICATION: US/09/766,511 TIME; 13:34:40 



Input Set : A:\1014 7_61.txt 

Output Set: N:\CRF3\02052001\l766511.raw 

L:2322 M:283 W: Missing Blank Line separator, <400> field identifier 

L:2323 M:300 W: (50) lutentiona I l.y skipped Sequence, : Sequence Id (66) SEQUENCE: 

L:2327 M:283 W: Missing Blank Line separator, <400> field identifier 

L:2328 M:300 W: (50) Intentionally skipped Sequence, : Sequence Id (67) SEQUENCE: 

L:2332 M:283 W: Missing Blank Line separator, <400> field identifier 

L:2333 M:300 W: (50) Intentionally skipped Sequence, : Sequence Id (68) SEQUENCE: 

L:2337 H:283 V/: Hissing Blank Line separator, <400> field identifier 

L:2338 M:300 W: (50) In ten tiona .1 ] y skipped Sequence, : Sequence Id (69) SEQUENCE: 

L:2342 M:283 W: Missing Blank Line separator, <400> field identifier 

L:2343 M:300 W: (50) Intentionally skipped Sequence, : Sequence Id (70) SEQUENCE: 

L:2!U3 M:283 W: Missing Blank Line separator, <400> field identifier 

L:2514 M: 300 W: (50) Intentionally skipped Sequence, : Sequence Id (74) SEQUENCE: 

L:2518 M:283 W: Missing Blank Line separator, <400> field identifier 

L:2519 M:300 W: (50) Intentionally skipped Sequence, : Sequence Id (75) SEQUENCE : 

L:2523 M:283 W: Missing Blank Line separator, <400> field identifier 

L;2524 M:300 W: (50) Intentionally skipped Sequence, : Sequence Id (76) SEQUENCE : 

L:2528 M:283 W: Missing Blank Line separator, <400> field identifier 

L:2 529 M:30() W: (50) Intentionally skipped Sequence, : Sequence Id (77) SEQUENCE: 

L:2533 M:283 W: Missing Blank Line separator., <400> field identifier 

L:2534 M:3(J0 W: (50) Intentionally skipped Sequence, : Sequence Id (78) SEQUENCE : 

L:2538 M:283 W: Missing Blank Line separator, <400> field identifier 

L:2539 M:300 W: (50) Intentionally skipped Sequence, : Sequence Id (79) SEQUENCE: 

L:2543 M:283 W: Missinq Blank Line separator, <400> field identifier 

L:2544 M:300 W: (50) Intentionally skipped Sequence, : Sequence Id (80) SEQUENCE : 
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